. Effect of Lsr2 mutations on growth on agar and survival in prolonged stationary phase. (A) Lsr2 phosphoablative mutants were serially diluted and plated on 7H10 agar. (B) MtbLsr2 mutants were incubated with shaking for up to 42 weeks. Viable counts were determined by CFU and MPN counting. Represented as mean ± SEM (N=6). Moving from outside to inside, rings show the forward and reverse strands of the Mtb genome (blue), wild type Lsr2 binding events in 3 biological replicates (red), phosphoablative (T112A) Lsr2 binding sites in 3 biological replicates (blue), increase in abundance of Lsr2 binding in phosphoablative compared to wild type Lsr2 from pairwise comparison of biological replicates (red), GC% (blue), and GC skew (green/purple). These genes, potentially directly regulated by Lsr2, significantly overlapped with previously identified Lsr2 binding patterns from three independent studies, as indicated by hypergeometric . Individual ChIP-seq replicates are shown; the Lsr2 regulon was defined to have binding events in 2 of 3 biological replicates. Genes were included in the predicted regulon if the Lsr2 binding site was immediately upstream of, or within, the coding sequence of each gene. For Lsr2 intergenic binding between divergent genes, both genes were reported. For Lsr2 intergenic binding between convergent genes, neither gene was reported. Table S5 . Genes directly impacted by increased Lsr2 binding events in phosphoablative (T112A) Lsr2 Mtb compared to wild type Lsr2 Mtb using annotation from Mycobrowser (Release 3 2018-06-05).
A separate excel file
Genes were included in the predicted regulon if the Lsr2 binding site was within, or in the intergenic region upstream of, the coding sequence of each gene. For Lsr2 intergenic binding between divergent genes, both genes were reported
